A set of 74 microRNAs reported to have association with Alzheimer's disease are found out through extensive literature survey
The hsa-miR-423-5p appears to be the hub microRNA in Alzheimer's disease MicroRNAs having positive co-expression in white matter have higher differential coexpression values than those having positive co-expression in gray matter
The differentially co-expressed microRNAs are predominently enriched in white matter of brain MicroRNA profiling is performed in GM and WM separately using Exiqon Locked Nucleic Acid (LNA) microarrays
They also studied the enrichment of microRNAs in both gray matter and white matter of brain and counted Alzheimer's lesions A neurodegereative disorder Given a differentially co-expressed graph G = (V, E, W, S), we target to find out the largest subgraph G′ of G without any cycle (i.e., a tree), containing high degree nodes and having a similar switching pattern over all the edges in G′
